
Standard	  Operating	  Procedure	  For	  Upload	  Download	  
	  
Sysbiocube	  Upload	  Procedure:	  
	  
	   Sysbiocube	  upload	  depends	  on	  different	  data	  type	  and	  experiment	  type	  across	  different	  
disease	  and	  species.	  Currently	  the	  SysBioCube	  system	  is	  familiar	  with	  known	  data	  type	  for	  
both	  PTSD	  and	  Plague	  studies	  for	  mouse,	  human	  and	  non-‐human	  primate	  (Rehesus	  macaque)	  
species.	  
	  
Upload	  procedure	  for	  Transcriptomics	  (mRNA	  microarray	  &	  miRNA	  microarray)	  and	  
Methylation	  data:	  
	  
	   SysBioCube	  system	  accepts	  transcriptomics	  data	  for	  all	  species	  types	  from	  PTSD	  and	  
Plague	  studies	  at	  this	  moment.	  However	  system	  in	  not	  limited	  to	  specific	  disease,	  species	  or	  
study	  type.	  To	  upload	  data	  sets	  from	  different	  studies	  other	  than	  PTSD	  and	  Plague,	  SysBioCube	  
team	  has	  to	  review	  the	  data	  files	  so	  system	  can	  learn	  the	  new	  data	  type.	  For	  new	  data	  type	  
please	  contact	  Sysbiocube@mail.nih.gov	  
	  
Transcriptomics	  raw	  data	  

Data	  Type	  Raw:	  
• File	  name	  format:	  Instrument-‐

Tag_study_species_strain_tissue_group_raw.txt	  (in	  mouse	  case)	  
– For	  ex:	  20190192_ptsd_mouse_C57_Amygdala_	  T10R1	  _raw.txt	  

• Instrument-‐Tag_study_species_	  tissue_group_raw.txt	  (in	  other	  species	  
case)	  

– For	  ex:	  20190192_ptsd_human_blood_52-‐52_Training_raw.txt	  
Transcriptomics	  normalized	  data	  

Data	  Type	  Normalized:	  
• File	  name	  format:	  study_species_strain_tissue_group_normalized_	  

normalizedMethodTag.txt	  (in	  mouse)	  
– For	  ex:	  ptsd_mouse_BALBc_Amygdala_T10R1	  _normalized_	  

quantile.txt	  
• File	  name	  format:	  

study_species_strain_tissue_group__normalizedMethodTag_normalized.tx
t	  (in	  other	  species)	  

– For	  ex:	  ptsd_human_all_Blood_52-‐52_Training_normalized_	  
quantile.txt	  



	  
Transcriptomics	  analyzed	  data	  
	  

• File	  name	  convention	  
	  

– Data	  Type	  Analyzed:	  
• File	  name	  format:	  study_species_strain_method_parameter_analyzed.txt	  

(in	  mouse)	  
– For	  ex:	  ptsd_mus_C57_methodName_parameters_analyzed.txt	  

• File	  name	  format:	  study_species_normalizedMethodTag_normalized.txt	  
(in	  other	  species)	  

– For	  ex:	  ptsd_homo_methodName_parameters_analyzed.txt	  



	  

miRNA Microarray Data 

Analyzed File Format 

* Required File Name: ptsd_mouse_BalBc_Heart_T10R1_analyzed.txt  
* Platform Support: Agilent miRNA microarray/Exiqon LNAª  

Analyzed file for miRNA microarray  



	  
Metabolomics	  data:	  
	  
	   SysBioCube	  system	  is	  familiar	  with	  all	  kinds	  of	  metabolomics	  data	  from	  Metabolon	  
Company.	  Currently	  system	  reads	  the	  standard	  metabolon	  spreadsheet.	  
For	  automated	  upload	  one	  has	  to	  convert	  “.xls	  “spreadsheet	  to	  tab	  delimited	  text	  file.	  
	  

• Data	  Type	  (Metabolon	  Standard	  Data)	  
– Excel	  File	  with	  multiple	  spread	  sheets	  

• study_species_strain_metabolon.xls	  (in	  mouse)	  
– For	  ex:	  ptsd_mus_C57_metabolon.xls	  	  

• study_species_metabolon.xls	  (in	  other	  species)	  
– For	  ex:	  ptsd_homo_metabolon.xls	  	  

	  
– Required	  information:	  

• Sample	  annotation	  
• Species	  build	  	  
• Scientific	  question	  (optional)	  
• Experiment	  design	  (if	  metabolon	  report	  is	  not	  submitted)	  

	  
• Data	  Type	  (Metabolon	  Standard	  Data	  to	  text	  file)	  

– Excel	  File	  converted	  to	  text	  file	  
– Excel	  file	  first	  spread	  sheet	  (convert	  to	  text)	  

• Naming	  convention	  for	  first	  spread	  sheet	  text	  file	  
– study_species_strain_metabolon_raw.txt(in	  mouse)	  
– For	  ex:	  ptsd_mus_C57_metabolon_raw.txt	  
– study_species_metabolon_raw.txt	  (in	  other	  species)	  
– For	  ex:	  ptsd_homo_metabolon.txt	  

– Excel	  file	  second	  spread	  sheet	  (convert	  to	  text)	  
• File	  naming	  convention	  for	  rest	  of	  the	  spread	  sheets	  to	  	  text	  file	  for	  

Metabolon	  original	  xls	  file	  



– study_species_strain_metabolon_analyzed.txt(in	  mouse)	  
– For	  ex:	  ptsd_mus_C57_metabolon_analyzed.txt	  
– study_species_metabolon_analyzed.txt	  (in	  other	  species)	  
– For	  ex:	  ptsd_homo_metabolon_analyzed.txt	  

	  
	  

	  
	  
Proteomics	  analyzed	  data:	  

RBM File Format 

* Required File Name: ptsd_mouse_C57_Plasma_rbm_raw.txt  
* Platform Support: RBM  

 

RBM file for Proteomics  

	  



	  
	  
	  

Methylation Array Data 

Analyzed File Format 

* Required File Name: ptsd_mouse_C57_Hemi-brain_T10R1_analyzed.txt  
* Platform Support: AgilentÕs Human/Mouse CpG Microarrays  

Analyzed file for Methylation microarray  



	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  



	  
	  
	  
	  
Standard	  Upload	  Workflow:	  
	  
Upload	  Form	  
	  

	  



	  
Workflow	  for	  uploading	  files:	  



	  
	  
	  

	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  


